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» [XOodes scapularis: 2 Gb

» Glossina morsirans: 400 Mo
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VecrtorBase Home

VectorBase.org

All Orgganizrms

G Cene Exprececion
',{:-.&:ﬂ;a,:. >5.;..-nz'=.-£f.:.\: pression

Welcome To VectorBase! D'l * Getting started @ Vectorbase »
Y - y + Help Documentation »

A Bioinformatics Resource Center for + Ask a guestion »

+ Downloads »
Invertebrate Vectors of Human Pathogens.  Site Map »
+ Contact Us »

VectorBase Services:

Organisms » A . Search:
A. gambiae, A. aegypti, A. funestus, C. pipiens, |. scapularis, more... F . Everything B

Data Sections » / 7 it | for term or keyword:
Browse Genomes, EST Data, RNAI Data, Microarray Data, Images, - . 1
MoTe...

. Go! | « [ Advanced Search
Tools » lxodes scapuiaris D

BLAST, ClustalW, EST Analysis, more...
Retrieve Data» Recent News:

Based on Gene Functionality (GQ), Anatomy, BioMart, Terminology 09.23.04
Search, more... Website Updated »

Submit Information = 09.17.04

- i E-Mail Listserv Online »
Gene Mames, Gene Functionality, Corrections, Images, more... 06.04.04

Documentation » First VectorBase meeting »

Getting Started, Help, Architecture, Data Submission , Naming 0B.10.04
Conventions, more... New Website »

Vectorbase Last Updated 06, 29,04
' UNIVERSITY OF

NOTRE DAME elEnsembl  “IMBB  @Harvard

[=1 Contact Webmaster




Workflow: Organism Home
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Organism Home

A. gambiae @ VectorBase.org

http://agambiae.vectorbase.org/

S ——

Usar: Not Logged In.
Genome Gene Expression Search
Welcome to the Anopheles gambiae section of VectorBase. Here you will find ]
entrypoints o all gathered data related to the A. gambiae. Browse the genome Anopheles gambiae @ VectorBase.org
by clicking on a chromosome, search for genes based on anatomy, or browse Content Cordinator: TBA
our catalog of images.

Genomic Data
Browse A Chromosome: Unmapped Genomic Data:

Chr 2R + Unmapped Scaffolds »

Chr 2L . Un.pljar.ed Chaff »

+ Original Shotgun Data »
Chr 3R
Chr 3L

Vectorbase Last Updated 05, 20.04 Contact Webmaster
E' UNIVERSITY OF
5)

5/NOTRE DAME e€/Ensembl  .IMBB  @Harvard  ©EMBL




Organism Data Section

s Genome

— — ' A. gambiae @ VectorBase: Genome

a“ + | @ http://agambiae.vectorbase.org/Genome/MapView/7chr=3R

VectorBase: A. gambiae
Halp: Usar: Not Lopged In

SN oo Expresson _EST images Wore

Home > Map View =

khown Genes i GC ShNP= Chromozome 3R Chromosome 3R
Genes Repeats
Length: 53,272 125 bps
Gene Count: 2670
Known Gene Count: 155
SNP Count: 250574

¢y 29R
29E

240
29D

30R

Change Chromosome

30c

290 Chromesome: 3R B

S0E

F1E

o Jump to Contigview

B Click anywhere on the chromosome ideogram or one of the feature
a20 distribution plots to jump to a contig-level view of features at that point.
320 Alternatively, you can jump to contigview between any two markers on
this chromosome:

336
Betwean:

330 and:

346
Display contig-level view between any two features.

F4C
34D

35E

350




Organism Data Seciion

Halp:
Ganome
Home =

Gene
Ensembl Gene ID

Genomic Location
Description
Prediction Method

Sequence Markup
Export Data
SNP information

Transcript Structure

GeneDAS Sources

VectorBase: A. gambiae

Map View > Contig Vie

Ensembl Gene Report

Usar: Not Logged In.

> Gena View >

GPROMB {Anopheles_symodl 10)
ENSANGG00000002851

View gene in genomic location: 324880986 - 32484518 bp (32.5 Mb) on chromosome 3R
This gene Is located in sequence: AAABO100BB3S 35

Mo description

Ensembl genes were annotated by the Ensembl automatic analysis pipeline combining beth homology matching methods with
ab-initic gene predicticn algorithms supported by functional domains and EST data.

View genomic sequence for this gene with exons highlighted

Export gere data in EMBL, GenBark or FASTA

View information about variations on this gene.

1: GPRord7 (ENSANGTO0000015280) [Trarscript information] [Exon information] [Protein information]

2: GPRor46 (ENSANGTO00000261588) [Trarscript information] [Exon information] [Protein information]

Features ¥

GPRor5S
Engerbl knoun trans

]

GPRor 13

Enserbl krnown trans
e
GPRord6
Engerbl knouwn trans

GPRor17

Engerbl knoun trans
- =
GPRor 16
Enserbl knowa trans

| ] ]
GPRordl
Enserbl knowa trans

IETE | ]
GPRorS3 GPRor 1%

Engerbl knowa trans Engertl kno
N S ESRRS_oSS>—mE————hhh——————————————————=—_—__—-..-..-.-h,jmmhLLaaSassaamasssssssssmwmeemmwmmsss.

] 24.53 Kb -

GPRord7
Engerbl knouwn trans

f B Souirces |
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Organism Custom Dataset
* |n-Situ Images @ AnoBase

. — Search Results

m B ' €A http:/ /www.anobase.org/cgi-bin/insitu.pl

AnoBase
the Anopheles database

| Clone name || Primary site Clone type

2L 11B BAC-
Vector(pBELOBACI

2L 23B BAC-
Vector(pBELOBACI

2L 25C BAC-

Vector(pBELOBACI

2L 28B BAC-
Vector(pBELOBACI

21 23B BAC-
Vector(pBELOBACI

2L 25A BAC-
Vector(pBELOBACI

2L 28C BAC-
Vector(pBELOBACI

2L 24C BAC-
Vector(pBELOBACI

2L24B [BAC
2L22A [BAC
[2L.20D (BAC
[2L21F22A BAC




Organism Custom Dataset
. In SITU Imoges @AnoBose

Clone name: 4A4

Clone name: 4A4

Clone type: BAC-Vector(pBELOBACI




Workflow: Retrieve Daia

A

( I

.‘ VectorBase Home '

Drganlsi'n Home Data Section Home Flatriavia Data




Retrieving & Filtering Data

e Users w /O qgather data bas

r 9 2d on
Cer’rai AracCIEeriISIES or turtner




slirsigigle

Data: BloMart

* A simple,/distributed data integration
systemwith powerfuliguery: capabilities.

q/-,Orig’if(ally developed as a data retrieval
tool specifically for EnsEMBL, now
expanded to target other databases.

* Collects data based on genomic

—location and gene structural
characteristics.
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’ project

E bl Q The We]lcnme.Trust
nsem MartView > Sanger Institute
Home » EnsMart & TextSearch a BlastSearch & MartSearch & Download a

€y GEEY (ourrur) (expon) | D
1 i Help Desk |
FILTER . . ’

Further refine your search or click 'next':

REGION:

# Limit to (uncheck for entire genome):
Chromosome name:
From (Bascoar B 1 | -
To(Bwseoar 1) fow

GENE:

[ Limit to genes whose
annotation includes @ Only

O Excluded

) Limitto genes with the
following
|
no file selected

[l Transcripts per gene: @ Single
© Multiple

[ Entries witha 5'UTR @ Only
O Excluded




BioMart

The Wellcome Trust

E nse m bl MartView > Sanger Institute

Home » EnsMart & TextSearch & BlastSearch & MarnSearch & Download &

’ project

Online Help
Help Desk |

OUTPUT

/ Sequences

Type of Sequence to Export (all in 5-3' direction):

@ Transcripts/proteins
) Genes - transcript information ignored (one output per gene)

T g B e
Rl 2 B i S

@ Gene sequence only ) Gene plus 5'and 3' flanks
O Gene plus 5' flank ) Gene plus 3' flank

) 5'upstream only ) 3'downstream only

O 5'UTR only O 5'upstream and UTR
 3'UTR only  8'UTR and downstream
O Exon sequences only ) Exons plus 5' and 3' flanks
) Exons plus 5'flanks ) Exons plus 3' flanks

) cDNA sequence only O Coding sequence only

O Peptide

——— 1

5'Flank (bp) 1000 3'Flank (bp) 1000




— ExXpermental Conaifions




1y

!

/

alifsigigle DC a: Com pletion

e Retrieve /a a can be downloaded
in.aLvariety of formars for further
PErsonalized Use.
saved ds a custom

er manipulation.

o 3
O
—
O

C

(D
e ¥
L
Q

TR e
/'_L_T
Ul

i
—
T




Workflow: Data Analysis
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.‘ VectorBase Home '

Drganlsi'n Home Data Section Home Flatriavia Data




Data Analysis

e Computed on VeciorBase Cluster

Restricted 1o privileged users

s Analysis avallable 1o all users atter
completion




(L

SUITS AN be EXPOrTed or saved as
generieatures it approved by

 conrent coordinafor.
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ES | [OCESSINC

& e 8 VBEST
4 b [v3 + | A hp:/ fvbest.vectorbase.org/www/interface/index. php?content=dataset_info&datase1 = Q- Google
php min |£3 University of Virginia H... |Q‘ A. gambiae @ VectorBas_.. |Q‘ Ensembl EnsMart Geno... |0 VBEST E

rbruggne logged in

home

public datasets
search

user home

user datasets

user libraries
administrative tools
log out

Dataset DTSTID_D0000000010 : A & ) 6

VBEST Assistant: Sequence Assembly

— General Info
Creator: Robert Bruy
Owner: Robert Brui
Associated Library: LIBRID 00
Child Datasets: DTSTID 0Of
Active Sequences: 28
Dataset Description: BAC Cover

— Basic Dataset Functionality

« Edit dataset general information

» Delete dataset

» Add sequences to dataset

» Copy dataset for personal use

« Add dataset to your basket

» View dataset active sequences

« \View dataset quality values

» View dataset inactive sequences

« Export sequences. guality values, ass
» Run a FASTA using this sequence as

—Seqguence Manipulation and Annotation

« Run Sequence Cleanup Assistant
» Assemble dataset sequences

« Sequence Assembly Assistant »

Welcome!

This assistant will assemble your sequences for you. A new dataset will be created with the newly
assembled sequences.

Please click the right arrow to get started.

B
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